S1.
Comparison of hmeDIP 5hmC profiles following whole genome sequencing approaches (Upper track -Shen et al 2013 hmeDIP-seq on mouse ES cells) to our high density tiled microarray profiling in the mouse brain. Although the patterns of 5hmC distribution appear largely similar at both the chromosomal level between ES cells and brain tissues (i & ii) genes which are unique in their transcriptional activities (such as the ES transcribed HoxA cluster) harbour distinct 5hmC profiles (iii).
Many gene remain similarly expressed (such as at the microtubule associated gene Mtap1s -iv) and as such reveals similar patterns of 5hmC distribution. At such loci both hmeDIP-seq and hmeDIParray report very similar patterns, indicating that using high resolution microarrays are viable is a cost effective method of accurately reporting on the distribution of 5hmC marked DNA. Microarray data is plotted on log2 scale from -2 to +2 whilst sequencing data plotted on the number of reads from 0 to 20. Refseq genes are annotated below (blue bars).Scale bars shown to the top right. 
S7. Identification of genes showing technique dependant 5hmC enrichment bias. (a) Histograms
showing the levels of 5hmC enrichment bias across all of the genes following length normalisation.
The vast majority of the genes did not differ by more than log2 0.5 fold across the two techniques.
Genes with greater than log2 0.5 fold changes in either direction were selected for further analysis.
Red bars = genes showing hMe-seal enrichment (n=30), green bars = hmeDIP enrichment (n-173).
(b) Genome browser visualisation reveals that many of the hmeDIP enriched genes are found over regions of low 5hmC, indicating higher levels of noise is introduced by the antibody based approach.
All plots are on log2 scale between +3 and -3. Purple bars = hmeDIP enrichment, blue= hMe-seal enrichment, grey = 5hmC depletion, green= hmeDIP specific 5hmC bias, red= hMe-seal specific bias.
Genes denoted below are blue bars. (c) Examples of hMe-seal specific enriched genes. Genome browser visualisation of brain microarray datasets. Coordinates are given above each region. All plots are on log2 scale between +3 and -3. Purple bars = hmeDIP enrichment, blue= hMe-seal enrichment, grey = 5hmC depletion, green= hmeDIP specific 5hmC bias, red= hMe-seal specific bias. Genes denoted below are blue bars.
S8.
Regions of 5hmC enrichment are associated with select histone modifications in the mouse liver. 
